Transmission of Single and Multiple Viral Variants in Primary HIV-1 Subtype C Infection by Moyo, Sikhulile et al.
 
Transmission of Single and Multiple Viral Variants in Primary HIV-1
Subtype C Infection
 
 
(Article begins on next page)
The Harvard community has made this article openly available.
Please share how this access benefits you. Your story matters.
Citation Novitsky, Vladimir, Rui Wang, Lauren Margolin, Jeannie Baca,
Raabya Rossenkhan, Sikhulile Moyo, Erik van Widenfelt, and M.
Essex. 2011. Transmission of Single and Multiple Viral Variants
in Primary HIV-1 Subtype C Infection. PLoS ONE 6(2): e16714.
Published Version doi://10.1371/journal.pone.0016714
Accessed February 19, 2015 8:46:20 AM EST
Citable Link http://nrs.harvard.edu/urn-3:HUL.InstRepos:10483803
Terms of Use This article was downloaded from Harvard University's DASH
repository, and is made available under the terms and conditions
applicable to Other Posted Material, as set forth at
http://nrs.harvard.edu/urn-3:HUL.InstRepos:dash.current.terms-of-
use#LAATransmission of Single and Multiple Viral Variants in
Primary HIV-1 Subtype C Infection
Vladimir Novitsky
1,2, Rui Wang
3, Lauren Margolin
1, Jeannie Baca
1, Raabya Rossenkhan
2, Sikhulile
Moyo
2, Erik van Widenfelt
2, M. Essex
1,2*
1Department of Immunology and Infectious Diseases, Harvard School of Public Health AIDS Initiative, Harvard School of Public Health, Boston, Massachusetts, United
States of America, 2Botswana–Harvard AIDS Institute, Gaborone, Botswana, 3Department of Biostatistics, Harvard School of Public Health, Boston, Massachusetts, United
States of America
Abstract
To address whether sequences of viral gag and env quasispecies collected during the early post-acute period can be utilized
to determine multiplicity of transmitted HIV’s, recently developed approaches for analysis of viral evolution in acute HIV-1
infection [1,2] were applied. Specifically, phylogenetic reconstruction, inter- and intra-patient distribution of maximum and
mean genetic distances, analysis of Poisson fitness, shape of highlighter plots, recombination analysis, and estimation of
time to the most recent common ancestor (tMRCA) were utilized for resolving multiplicity of HIV-1 transmission in a set of
viral quasispecies collected within 50 days post-seroconversion (p/s) in 25 HIV-infected individuals with estimated time of
seroconversion. The decision on multiplicity of HIV infection was made based on the model’s fit with, or failure to explain,
the observed extent of viral sequence heterogeneity. The initial analysis was based on phylogeny, inter-patient distribution
of maximum and mean distances, and Poisson fitness, and was able to resolve multiplicity of HIV transmission in 20 of 25
(80%) cases. Additional analysis involved distribution of individual viral distances, highlighter plots, recombination analysis,
and estimation of tMRCA, and resolved 4 of the 5 remaining cases. Overall, transmission of a single viral variant was
identified in 16 of 25 (64%) cases, and transmission of multiple variants was evident in 8 of 25 (32%) cases. In one case
multiplicity of HIV-1 transmission could not be determined. In primary HIV-1 subtype C infection, samples collected within
50 days p/s and analyzed by a single-genome amplification/sequencing technique can provide reliable identification of
transmission multiplicity in 24 of 25 (96%) cases. Observed transmission frequency of a single viral variant and multiple viral
variants were within the ranges of 64% to 68%, and 32% to 36%, respectively.
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Introduction
Complexity and multiplicity of HIV-1 transmission depends on
multiple factors, although HIV-1 subtype [3] and mode [2,4,5] of
viral transmission can be considered major determinants. A severe
genetic bottleneck during heterosexual transmission of HIV-1
subtype C has been reported [3,6]. Compelling evidence for a link
between multiplicity and mode of HIV-1 transmission was
provided by a series of recent studies that applied the technique
of single-genome amplification/sequencing (SGA) of samples
collected at the very early clinical stage of HIV-1 infection, and
combined this method with a model of random viral evolution as a
new tool for assessment of HIV-1 transmission multiplicity [1,2,4–
7]. Transmission of a single viral variant occurs in about 76–90%
of cases of heterosexual transmission [2,6,7], in about 60% of cases
of HIV-1-infected men who have sex with men (MSM) [5], and
only in about 40% of injection drug users (IDU) who acquired
HIV-1 infection [4]. Conversely, transmission of multiple viral
variants gradually increases from about 20% during heterosexual
transmission of HIV-1 to about 40% in MSM, and to 60% in
IDU. It is likely that the mucosal barrier plays an important role in
reducing multiplicity of transmitted HIV-1. Due to the absence of
a mucosal barrier, IDU exhibit a higher frequency of multiple-
variant transmission and a wider range of transmitted viruses than
subjects infected heterosexually [4]. The important role of the
mucosal barrier in viral transmission has also been demonstrated
in rhesus macaque models [8,9].
Transmission of multiple viral variants is associated with faster
disease progression [10–12]. Haaland et al. reported transmission
of multiple viral variants in 3 of 7 individuals infected by someone
other than their spouses, and significant association between
transmission of multiple variants and an inflammatory genital
infection [6]. Therefore, monitoring the multiplicity of new HIV-1
transmissions is important for assessing the efficiency of public
health interventions including design and development of
therapeutic and preventive strategies, and interventions targeting
behavior change. However, the current tools for identifying
multiplicity of transmitted viruses in new HIV-1 infections are
suboptimal for routine monitoring.
The limited number of analyzed cases has been an inherent
limitation in most primary HIV-1 infection studies due to the
numerous logistical challenges in obtaining clinical samples
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infection. Thus, studies addressing multiplicity of HIV-1
infection included 28 MSM from New York, Alabama, and
North Carolina [5], 102 HIV-infected blood donors and
healthcare patients from the USA and Trinidad [2], 69
individuals from South Africa and Malawi [7], 27 heterosex-
ually infected individuals from Zambia and Rwanda [6], and
10 IDU in a Montreal cohort [4].
In this study we addressed whether viral sequences obtained
within 50 days post-seroconversion (p/s) can be utilized for
assessing the multiplicity of viral transmission in primary HIV-1
subtype C infection. The gag and env gp120 quasispecies generated
by SGA from a cohort of acutely and recently HIV-1C-infected
individuals in Botswana were studied. Applying recently developed
techniques for analysis of viral evolution in acute HIV-1 infection
[1,2], a two-step approach was explored to assess multiplicity of
HIV transmission. Congruent results were obtained for 96% of
analyzed samples.
Methods
Ethics statement
This study was conducted according to the principles expressed
in the Declaration of Helsinki. The study was approved by the
Institutional Review Boards of Botswana and the Harvard School
of Public Health. All patients provided written informed consent
for the collection of samples and subsequent analysis.
Study subjects
Viral sequences analyzed in the study originated from the
Primary HIV-1 Subtype C Infection Study in Botswana, the
Tshedimoso study [13–18]. A total of 25 individuals with estimated
time of seroconversion and samples collected within 50 days p/s
were used in this study. In the description of study subjects the
following terminology was followed: acute HIV infection was
defined as the period from viral transmission to seroconversion;
recent HIV infection was defined as the period from seroconversion
Table 1. Patient characteristics, time of sampling, and number of analyzed gag and env sequences
Time of sampling Sequences, n
Patient code Gender Age
1
HIV-1
RNA
load
2
Proviral
DNA
load
3
CD4
count Date
4
Days from
estimated s/c
5 Fiebig stage
6 gag env
A-1811 F 31 6.09 2.37 172 04/13/2004 6 and22
7 II 16 19
B-2865 F 20 5.74 3.50 373 08/30/2005 10 and18
7 II 11 33
C-3312 F 32 6.56 3.09 202 12/07/2005 4 II 36 30
D-5018 M 27 6.32 2.73 286 11/14/2006 6 II 29 22
E-3430 F 35 1.70 2.21 640 02/07/2006 30 II 24 12
F-3505 F 53 5.57 3.19 426 04/11/2006 7 II 7 13
G-3603 M 34 5.76 1.78 505 06/30/2006 4 II 10 11
H-5582 F 26 3.36 3.88 442 06/10/2007 16 II 9 12
OC-2381 M 25 5.08 3.27 301 02/15/2005 27 IV 16 7
OG-2604 F 23 6.47 3.37 260 06/27/2005 44 V 12 15
OJ-2761 F 26 3.89 3.62 438 08/04/2005 44 IV 16 11
OU-3091 M 27 4.95 1.24 302 10/17/2005 13 IV 10 11
OW-3234 M 41 5.41 2.81 234 11/16/2005 13 IV 8 11
O1-3354 F 30 1.99 2.27 578 12/16/2005 6 IV 10 12
PK-4872 M 30 3.27 1.29 698 08/31/2006 47 V 7 8
PO-5062 F 20 2.88 1.25 460 12/13/2006 6 IV 10 6
PP-5065 F 23 6.29 2.68 319 12/15/2006 44 V 10 8
QA-5099 M 28 5.01 3.61 305 01/11/2007 6 IV 11 13
QI-5715 F 27 5.59 2.57 292 07/18/2007 20 IV 10 16
QJ-5768 F 29 3.03 2.37 509 08/02/2007 8 IV 4 -
QM-5849 F 37 1.70 1.81 879 08/28/2007 48 V 6 7
QP-5867 M 29 2.74 2.71 626 09/03/2007 48 V 10 14
QR-5943 F 26 2.60 1.75 801 09/25/2007 7 IV 9 16
QS-6020 F 26 2.60 1.73 1,357 10/19/2007 44 V 8 7
QT-6024 F 24 4.89 2.53 522 10/22/2007 44 V 11 21
1Years at the time of sampling.
2log10 copies/ml.
3log10 copies/10
6 PBMC.
4Date of sampling (first sampling for patients with dual dates of sampling).
5Seroconversion.
6Fiebig EW, Wright DJ, Rawal BD, Garrett PE, Schumacher RT, et al. (2003) Dynamics of HIV viremia and antibody seroconversion in plasma donors: implications for
diagnosis and staging of primary HIV infection. AIDS 17: 1871-1879.
7Subjects A and B had viral sequences available at two time points within 50 days p/s. Both sets were included in analysis.
doi:10.1371/journal.pone.0016714.t001
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of acute and recent HIV infection. The time interval of 0–50 days p/
s was a primary focus in this study, and was termed the early post-
acute period. Subjects’ characteristics at the time of sampling,
including gender, age, HIV-1 RNA load, proviral DNA load, CD4
count, timing of sample collection, and the number of analyzed gag
and env sequences, are presented in Table 1. The time of
seroconversion was estimated based on the laboratory results of
HIV-1 RNA test, ELISA test for HIV antibodies, and Western
blot test as described previously [14,15]. Eight acutely infected
individuals (subjects A to H) were identified before seroconversion
and the time of their seroconversion was estimated as the midpoint
between the last ELISA-negative and the first ELISA-positive test,
within a week in most cases. Thirty-four recently infected individuals
were identified after seroconversion, and the time of their
seroconversion was estimated according to Fiebig staging [19]
based on incomplete Western blot. For example, subject OG’s
regular ELISA test for HIV antibodies was positive indicating
seroconversion, while her detuned ELISA test was negative
suggesting recent HIV infection. The Western blot analysis
revealed presence of the gp160-, gp120-, gp41-, p66-, p55/51-,
and p24-bands, and absence of p39-, p31-, and p17-bands. Plasma
HIV-1 RNA was 6.47 log10/ml, and gradually declined over the
next few months. Therefore, the analyzed sample of subject OG
was classified as Fiebig stage V. The beginning of Fiebig stage III
coincides with the time of detectable seroconversion (time 0).
Given that the mean duration of Fiebig stage III is 3 days, the
mean duration of Fiebig stage IV is 6 days, and the mid-point of
Figure 1. HIV-1 subtype C diversity within 50 days p/s among acutely and recently infected individuals from the Tshedimoso cohort
in Botswana: gag sequences, NJ tree. Acutely infected individuals are denoted by a single letter A through H. The patient ID of recently infected
individuals has two letters, OC to QT. A subscript next to the patient ID denotes time of sampling in days p/s. Asterisks denote bootstrap values $80.
The horizontal bar represents genetic distance.
doi:10.1371/journal.pone.0016714.g001
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subject OG was assigned 44 days p/s. Details on quantification of
viral load and CD4 [13,17,18], and amplification and sequencing
of viral quasispecies by SGA [13,15,16] have been presented
elsewhere. Analyzed sequences were tested by HYPERMUT v.2.0
[20] and hypermutated sequences that yielded a p-value of 0.05 or
lower were excluded from analysis. All subjects were Botswana
nationals, and all infections were HIV-1 subtype C [13,17]. All
subjects were ARV-naı ¨ve at the time of sampling.
Phylogenetic analysis
The branching topology of intra-patient gag and env sequences
was inferred by the Neighbor-Joining (NJ) method (Tamura-Nei
model with bootstrapping) and the Maximum-Likelihood (ML)
method (PhyML) as implemented by Geneious v.5.0.3 [21].
Phylogenetic trees were visualized in FigTree [22].
Analysis of viral distances
Viral pairwise ML-corrected distances were analyzed using
DIVEIN [23]. The Kimura-2-parameters (K2P)-corrected and
Hamming distances were analyzed in MEGA v4 [24]. The
MRCA and pairwise ML-corrected distances to MRCA were
estimated in DIVEIN [23]. The MRCA, a hypothetical viral
sequence that represents the most recent viral variant from which
a subject’s viral quasispecies are descended, was reconstructed in
DIVEIN [23] by the joint maximum likelihood procedure [25].
The majority consensus sequence, another hypothetical viral
sequence that indicates the most abundant nucleotide in the
Figure 2. HIV-1 subtype C diversity within 50 days p/s among acutely and recently infected individuals from the Tshedimoso cohort
in Botswana: gag sequences, ML tree. Acutely infected individuals are denoted by a single letter A through H. The patient ID of recently infected
individuals has two letters, OC to QT. A subscript next to the patient ID denotes time of sampling in days p/s. The horizontal bar represents genetic
distance.
doi:10.1371/journal.pone.0016714.g002
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[26]. The pairwise K2P-corrected and Hamming distances to the
consensus sequence were quantified in MEGA v4 [24].
Poisson fitness
Poisson fitness analysis was performed using the online tool at
Los Alamos National Laboratory at http://www.hiv.lanl.gov/
content/sequence/POISSON_FITTER/poisson_fitter.html [27].
The tool analyzes frequency of Hamming distances by computing
the best fitting Poisson distribution through ML and evaluating
results of the Goodness of Fit test (GOF).
Highlighter plots
Highlighter plots were generated by Highlighter at www.hiv.
lanl.gov, a visualization tool of aligned nucleotide sequences that
highlights nucleotide polymorphisms and marks APOBEC
signatures.
Recombination analysis
Recombination analysis was performed using package RDP3, a
computer program for statistical identification and characteriza-
tion of recombination events in DNA sequences [28]. RDP3
utilizes a range of non-parametric recombination detection
Figure 3. HIV-1 subtype C diversity within 50 days p/s among acutely and recently infected individuals from the Tshedimoso cohort
in Botswana: env sequences, NJ tree. Acutely infected individuals are denoted by a single letter A through H. The patient ID of recently infected
individuals has two letters, OC to QT. A subscript next to the patient ID denotes time of sampling in days p/s. Asterisks denote bootstrap values $80.
The horizontal bar represents genetic distance.
doi:10.1371/journal.pone.0016714.g003
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3SEQ, GENECONV, SISCAN, PHYLPRO and VISRD [29–
34]. RDP3 treats every sequence within the analyzed alignment as
a potential recombinant, and systematically screens sequence
triplets and/or quartets to identify sequences that contain a
recombinant and two sequences that could serve as parents, and
performs a statistical evaluation of recombination signal [28]. Such
an approach eliminates the need for reference sequences, which
makes analysis of viral quasispecies from epidemiologically
unlinked patients more practical.
Estimation of tMRCA
Analysis was performed using Bayesian inference with a Markov
Chain Monte Carlo (MCMC) method implemented in BEAST
v.1.5.4 [35]. Longitudinal viral quasispecies dated according to the
day of sampling from a subset of six acutely infected individuals
were utilized to identify the rate of viral evolution within HIV-1
subtype C gag and env. For acutely infected individuals, the MRCA
of viral quasispecies sampled at a given time was constrained to a
uniform calibration prior bounded between the time of sample
collection in relation to the estimated time of seroconversion
(lower bound) and the same value plus 30 days as an average time
period between the time of infection and seroconversion. The rate
of evolution over the entire tree was estimated as the meanRate
parameter for each case of acute HIV-1 infection. The geometric
mean evolutionary rate in HIV-1C gag was estimated at 1.23E-05
(95% CI 8.07E-06 – 1.64E-05) substitutions per site per day. The
geometric mean evolutionary rate in HIV-1C env gp120 was
estimated at 3.71E-05 (95% CI 1.97E-05 – 5.45E-05) substitutions
per site per day. The estimated rate of gag and env gp120 evolution
Figure 4. HIV-1 subtype C diversity within 50 days p/s among acutely and recently infected individuals from the Tshedimoso cohort
in Botswana: env sequences, ML tree. Acutely infected individuals are denoted by a single letter A through H. The patient ID of recently infected
individuals has two letters, OC to QT. A subscript next to the patient ID denotes time of sampling in days p/s. The horizontal bar represents genetic
distance.
doi:10.1371/journal.pone.0016714.g004
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PLoS ONE | www.plosone.org 6 February 2011 | Volume 6 | Issue 2 | e16714Figure 5. Distribution of HIV-1 subtype C gag and env maximum distances. y-axis denotes count of subjects per bin. x-axis denotes
maximum distances. Single and double letters above the bins correspond to patients IDs. A: gag sequences, ML-corrected pairwise distances; B: gag
sequences, K2P-corrected pairwise distances; C: gag sequences, Hamming distances; D: env sequences, ML-corrected pairwise distances; E: env
sequences, K2P-corrected pairwise distances; F: env sequences, Hamming distances; G: gag sequences, ML-corrected distances to MRCA; H: gag
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in the study, and the tMRCA was estimated as the treeModel.-
rootHeight parameter. The gag and env gp120 sequence data were
analyzed using the evolutionary model selected by the Akaike
information criterion in jModeltest 0.1.1 [36] and a relaxed
molecular clock (uncorrelated lognormal) under the Yule model.
The value of the effective sampling size (ESS) was controlled to be
above 200, and the length of the MCMC chain was at least
20,000,000.
The decision on multiplicity of HIV infection
The decision on multiplicity of HIV infection was made based
on the model’s fit with or failure to explain the observed extent of
viral sequence heterogeneity. The model’s fit was associated with
transmission of a single viral variant, while the model’s failure was
interpreted as either transmission of multiple viral variants, or the
result of rapid immune selection driving the observed level of viral
diversification [1,37–39].
Results
Heterogeneity of HIV-1 subtype C gag and env
sequences
Using samples collected within 50 days p/s, gag quasispecies were
generated for 25 and env for 24 HIV-infected individuals with
estimated time of seroconversion (Fiebig stage less than VI). Patient
demographic and laboratory data, time of sampling, and number of
analyzed gagand env sequences at the time of sampling arepresented
in Table 1. The phylogeny of gag and env sequences was inferred by
theNJandML methods. Theoveralllength of brancheswas shorter
for gag sequences (Fig. 1 – gag NJ tree, and Fig. 2 – gag ML tree) as
presented on the same scale with env sequences (Fig. 3 – env NJ tree,
and Fig. 4 – env ML tree), which is consistent with lower diversity of
HIV-1 gag as compared with HIV-1 env.
Branching topology of gag sequences
The differences among gag sequences were less discernible as
compared to env sequences. Three subjects in the NJ tree (Fig. 1;
subjects D, OG, and OW) and three subjects in the ML tree (Fig. 2;
subjects OG, OW, and PP) demonstrated extended length of
branches suggesting transmission of multiple viral variants, and
highlighting the necessity of using alternative methods for inferring
phylogenetic trees. Subjects A, D (ML tree), E, F, OJ, PK, PP (NJ
tree), and QP (NJ and ML trees) demonstrated moderate diversity
of gag sequences. Fifteen of 25 subjects demonstrated short (13
subjects) or zero (subjects OU and QS) branch length of gag
quasispecies collected within 50 days p/s. Thus, branching length
and topology of gag sequences was consistent with transmission of
multiple viral variants in five (20%) cases (subjects D, OG, OW,
PK, and PP), undetermined multiplicity of transmission in five
(20%) cases (subjects A, E, F, OJ, and QP), and transmission of a
single viral variant in 15 (60%) cases.
Branching topology of env sequences
Branching topology and length of env sequences in both NJ (Fig. 3)
and ML trees (Fig. 4) suggested transmission of multiple viral variants
in 5 cases (subjects A, OG, OW, PK, and PP). Moderate length of
branches was evident in four additional cases, subjects D, OJ, PO,
and QP. The remaining 15 subjects revealed short branches
indicating little intra-patient env diversity and apparent transmission
of a single virus upon HIV infection. The topology and branching
length of env quasispecies inferred by the NJ and ML methods
suggested that 5 of 24 (20.8%) subjects were infected with multiple
viral variants, and 15 (62.5%) subjects were infected with a singleviral
variant. The remaining 4 cases (16.7%) showed intermediate
branching length suggesting that multiplicity of viral transmission in
these cases is uncertain and requires additional analysis.
Maximum and mean distances
The distribution of maximum and mean pairwise distances for
gag and env sequences was studied to address whether applied
evolutionary model(s) or specifics of viral distances can help to
segregate HIV infections with transmission of single and multiple
viral variants. Three types of maximum and mean pairwise
distances, ML-corrected, K2P-corrected, and Hamming distances,
as well as maximum and mean ML-corrected distances to MRCA
sequence and K2P-corrected and Hamming distances to the
consensus sequence, were analyzed.
The best segregation of HIV-1C infections was observed for
maximum env pairwise distances including ML-corrected, K2P-
corrected, and Hamming pairwise distances (Figs. 5D, 5E, and
5F). Consistent with the branching topology, the distribution of
maximum env pairwise distances suggested transmission of multiple
viral variants in five subjects, A, OG, OW, PP, and PK. The
segregation of HIV-1C infections based on distribution of
maximum gag pairwise distances was less discernible: only two
subjects, OG and OW, showed separation from the remaining
cases (Figs. 5A, 5B, and 5C). Two subjects, PK and PP, were on
the right edge of the histogram tail but without separation from the
main group of gag sequences. The continuous histograms with
poor separation between cases, such as maximum ML-corrected
distances to MRCA in Figs. 5G (gag) and 5J (env), produced the
largest number of discrepant assignments. For example, ML-
corrected distances to MRCA in gag generated assignments that
were not congruent with other distance measurements in 7 of 25
cases of maximum distances and in 15 of 25 mean distances (see
Cumulative Preliminary Summary discussion and Summary Table
below). Similarly, little to no segregation was found for the
maximum K2P-corrected (Figs. 5H – gag and 5K – env) and
Hamming (Figs. 5I – gag and 5L – env) distances to the consensus
sequence.
The distribution of mean distances resembled the profiles of
maximum distances. Interestingly, 7 out of 12 measurements
(Figs. 6D, 6E, 6F, 6H, 6I, 6K, and 6L) segregated 4 samples, OG,
OW, PP, and PK, out of five selected by the maximum env
pairwise distances as cases with transmission of multiple viral
variants. In addition, three of these 4 samples, OG, OW, and PK,
were also separated from the main pool of samples by three mean
gag pairwise distances (Figs. 6A, 6B, and 6C).
The decision thresholds (Table 2) were estimated based on the
scale and distribution of maximum and mean distances, i.e., based
on data presented in Figures 5 and 6. The decision thresholds
differ between analyzed HIV-1 genes: env-related thresholds were
3 to 4 times higher than gag-based thresholds. The thresholds for
maximum distances were 2 to 4 times higher than for mean
distances. The thresholds for pairwise distances were higher than
for distances to consensus sequence. The distribution specifics of
ML-corrected distances to MRCA resulted in similar thresholds
sequences, K2P-corrected distances to consensus sequence; I: gag sequences, Hamming distances to consensus sequence; J: env sequences, ML-
corrected distances to MRCA; K: env sequences, K2P-corrected distances to consensus sequence; L: env sequences, Hamming distances to consensus
sequence.
doi:10.1371/journal.pone.0016714.g005
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PLoS ONE | www.plosone.org 8 February 2011 | Volume 6 | Issue 2 | e16714Figure 6. Distribution of HIV-1 subtype C gag and env mean distances. y-axis denotes count of subjects per bin. x-axis denotes mean
distances. Single and double letters above the bins correspond to patient IDs. A: gag sequences, ML-corrected pairwise distances; B: gag sequences,
K2P-corrected pairwise distances; C: gag sequences, Hamming distances; D: env sequences, ML-corrected pairwise distances; E: env sequences, K2P-
corrected pairwise distances; F: env sequences, Hamming distances; G: gag sequences, ML-corrected distances to MRCA; H: gag sequences, K2P-
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congruency between analyses of maximum and mean distances
in segregation of viral sequences solidifies the evidence for the
multiplicity of HIV transmission.
Poisson fitness
The Hamming distance frequencies were analyzed by computing
the best fitting Poisson distribution and evaluating results of the GOF.
P-values of less than 0.05 indicate divergence from Poisson distribution
and can be interpreted as transmission of multiple viral variants. The
results of this analysis should be taken cautiously due to two limitations:
the small number of sequences and the few relatively late (close to 50
days p/s) time points of sampling. Nevertheless it seemed important to
compare results of the phylogenetic inference and viral diversity
analyses with the new tool, Poisson-Fitter, which was developed for
identification of transmissions caused by a single viral variant.
Four cases identified as transmission of multiple viral variants by
both phylogenetic reconstruction and analysis of genetic distances
(subjects OG, OW, PK, and PP) were also classified as multiple HIV
infections in the Poisson-Fitter by GOF p-value of less than 0.05 for
both gag and env sequences. Cases of HIV-1C infection considered
‘‘undetermined’’ by phylogeny and distance analyses (4 in gag analysis
and 5 in env analysis) were also rejected as transmissions of single viral
variant by the Poisson-Fitter method. However, the Poisson-Fitter
rejected a few additional cases that were identified as transmissions of
a single viral variant by phylogenetic and distance analyses: 3 in gag
(subjects E, F, and QI) and 3 in env (subjects C, OU, and QI).
A comparison of phylogenetic inference, analysis of viral
diversity, and the Poisson-Fitter analysis revealed overall good
congruence between these methods for identification of HIV-1
transmission multiplicity. All cases that were identified as
transmission of multiple viral variants or ‘‘undetermined’’
(implying that transmission of multiple viral variants cannot be
excluded) were correctly rejected by the Poisson-Fitter through the
GOF test. However, the Poisson-Fitter seemed to over-reject
transmission of a single viral variant in some cases. This was
observed for both gag (n=10) and env (n=16) sequences in subject
QI, who was sampled during Fiebig stage IV at day 20 p/s. A few
other cases that were identified as transmission of single viral
variants by the phylogenetic and viral diversity analyses were
rejected by the Poisson-Fitter either in gag (subjects E and F) or in
env (subjects C and OU) analyses. This observation suggests that
consistency of the Poisson-Fitter results for gag and env analysis
produce reliable results of identification of multiplicity of HIV
transmission, while discrepant gag and env results indicate a high
level of uncertainty and warrant further analysis by alternative
methods.
Cumulative preliminary summary
The cumulative summary of results obtained by phylogeny,
distance analysis, and the Poisson-Fitter is presented in Figure 7.
The results are coded by ‘‘0’’ for transmission of single viral
variant, ‘‘1’’ for transmission of undetermined number of viral
variants (with additional blue coloring), and ‘‘2’’ for transmission
of multiple viral variants (with additional light red coloring). The
distribution of cumulative scores produced clear segregation of
HIV-1C infections into groups that were associated with the
multiplicity of viral transmission as ‘‘single,’’ ‘‘undetermined’’ and
‘‘multiple’’ (Fig. 8). The shape of cumulative score histograms
provided better separation of single and multiple HIV-1C
infection than any single method of analysis, highlighting the
importance of multiple analyses in determining multiplicity of
HIV-1 transmission.
The combined analysis of phylogeny, maximum and mean
distances, and Poisson fitness suggested that transmission of
multiple HIV-1C variants occurred in 4 (20% of resolved, or
16% of analyzed) cases, while transmission of a single viral variant
occurred in 16 (80% of resolved, or 64% of analyzed) cases.
Therefore, a conclusive decision on the multiplicity of HIV-1
transmission based on sampling within 50 days p/s was obtained
for 80% of the analyzed cases. The multiplicity of HIV-1
transmission in the remaining five cases (20%), subjects A, D,
OJ, PO and QP, was inconclusive and warranted further analyses.
Detailed analysis of initially ‘‘undetermined’’ cases
Initial analysis based on the phylogenetic inference, analysis of
viral diversity, and Poisson fitness analysis produced ‘‘undeter-
mined’’ results for five subjects, A, D, OJ, PO, and QP. To resolve
corrected distances to consensus sequence; I: gag sequences, Hamming distances to consensus sequence; J: env sequences, ML-corrected distances
to MRCA; K: env sequences, K2P-corrected distances to consensus sequence; L: env sequences, Hamming distances to consensus sequence.
doi:10.1371/journal.pone.0016714.g006
Table 2. Decision thresholds for transmission of single and multiple HIV-1 variants
Maximum distances Mean distances
gag env Gag env
Analysis Multi Single Multi Single Multi Single Multi Single
ML pairwise .1.25% ,0.5% .5% ,1% .0.5% ,0.125% .2% ,0.5%
K2P pairwise .1.25% ,0.5% .5% ,1% .0.5% ,0.125% .2% ,0.5%
Hamming pairwise .15 ,8 .50 ,10 .5 ,2.5 .20 ,6
ML to MRCA .1.2% ,1% .4% ,2% .0.5% ,0.125% .2% ,0.5%
K2P to consensus .1% ,0.5% .3% ,1% .0.25% ,0.063% .1% ,0.25%
Hamming to consensus .10 ,5 .30 ,10 .2.5 ,1.25 .10 ,3
Note: The following decision strategy was applied for each analysis of subject’s maximum and mean distances within gag and env: A sample with value exceeding the
‘‘Multi’’ threshold was associated with transmission of multiple HIV-1 variants. A sample with value smaller than the ‘‘Single’’ threshold was associated with transmission
of a single HIV-1 variant. A sample with value exceeding the ‘‘Single’’ threshold but less than the ‘‘Multi’’ threshold was considered undetermined in relation to
multiplicity of HIV-1 transmission.
doi:10.1371/journal.pone.0016714.t002
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methods were applied: distribution of individual gag and env
distances, shape analysis of highlighter plots, recombination
analysis, and estimation of time to MRCA.
Distribution of individual HIV-1C gag and env
distances. For individual sets of gag and env sequences in
subjects A, D, OJ, PO, and QP, the distribution of pairwise ML-
corrected, K2P-corrected, Hamming distances, ML-corrected
distances to MRCA, and K2P-corrected and Hamming
distances to the consensus sequence were analyzed (Fig. 9). In
contrast to the previously described analysis that utilized only
maximum and mean distances, all individual pairwise distances
were included in the distribution analysis. Two subjects, A and
PO, demonstrated distinct patterns for gag and env distance
distribution, suggesting transmission of a single variant based on
the gag distance distribution, but two viral variants were evident
from the distribution of env distances. In contrast, three other
subjects, D, OJ, and QP, showed congruence between gag and env,
and the observed distribution patterns were consistent with
transmission of multiple viral variants. Interestingly, gag ML-
corrected distances to MRCA matched with other analyzed
models in all 5 subjects. However env ML distances to MRCA
matched the distribution of other analyzed distances only in 3
subjects, A, OJ, and QP, although they were skewed in subjects D
and PO.
Highlighter plots. The shape of highlighter plots (Fig. 10)
was coherent with the branching topology of phylogenetic trees for
gag (Figs. 1 and 2) and env (Figs. 3 and 4). The shape of the gag
highlighter plot for subject PO was consistent with transmission of
a single viral variant, while for subject QP it argued for
transmission of multiple variants. The shape of the gag
highlighter plots for subjects A, D, and OJ did not provide clear
answers, leaving open the possibility of either transmission of a
single variant followed by early diversification due to immune
escape, or transmission of multiple viral variants. Thus, the
multiplicity of HIV-1C infection for subjects A, D, and OJ was
inconclusive based on the gag highlighter plots alone. The shape of
the env highlighter plots suggested transmission of multiple viral
Figure 7. Summary Table of initial assessment for multiplicity of HIV-1C transmission. The Table includes the following sections: Study
subjects with corresponding Fiebig stage and time of sampling in days p/s; Results of phylogenetic analysis, Maximum distances, Mean distances,
Results of the Poisson-Fitter analysis, and Conclusion regarding multiplicity of HIV-1 transmission. Color coding of background: columns with gag
results have light blue background, and columns with env results have light yellow background. Numeric coding: 0 – transmission of single viral
variant; 1 – undetermined; 2 – transmission of multiple viral variants. Numeric coding of ‘‘1’’ and ‘‘2’’ are further enhanced by blue and light red colors.
Each subsection of maximum and mean distance for both gag and env includes 6 columns with ML-corrected pairwise distances, K2P-corrected
pairwise distances, Hamming distances, ML-corrected distances to MRCA, K2P-corrected distances to consensus sequence, and Hamming distances to
consensus sequence. The last column ‘‘Multiplicity of infection’’ represents summary of initial analysis per subject indicating transmission of ‘‘Single’’
or ‘‘Multiple’’ viral variants in successfully resolved cases. The uncertain and non-congruent results are interpreted as ‘‘Undetermined’’ cases, and are
subjects for detailed analysis by additional methods.
doi:10.1371/journal.pone.0016714.g007
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PO. Taking into account only conclusive shapes, the combined
results of the gag and env highlighter plots suggest transmission of a
single viral variant in subject PO, and transmission of multiple
viral variants in subjects A, D, OJ, and QP.
Recombination analysis. Analysis of gag sequences showed
no evidence of a recombination signal in 4 of 5 subjects (Fig. 10).
The potential recombination events were identified in two gag
sequences from subject QP, sequences 04 and 11 (Fig. 10 and
Table 3), supported by LARD and 3Seq analyses. Analysis of env
sequences revealed the presence of recombinant sequences in 3 of
5 subjects (Fig. 10 and Table 3). Two env sequences with
recombination signal in subject A were supported by MaxChi,
SiScan, LARD, and 3Seq analyses (sequence 006_05), and SiScan
and LARD (sequence 022_05). A single env sequence with
recombination in subject OJ was supported by SiScan, LARD,
and 3Seq analyses, while in subject QP the recombination signal
was supported by BootScan, MaxChi, SiScan, LARD, and 3Seq
analyses. We assumed that presence of recombinant sequences in
the pool of viral quasispecies provides evidence for transmission of
multiple viral variants, even if the source of recombination (parent
sequence) has not been identified. Therefore, the recombination
analysis supported transmission of multiple viral variants in 3 of 5
subjects: A, OJ, and QP.
Time to MRCA (tMRCA) was estimated for gag and env
sequences using BEAST v.1.5.4 [35,40], and is shown in Table 4.
The geometric means of tMRCA identified for both gag and env
sequences were substantially outside the time of seroconversion
estimated by Fiebig staging for all 5 subjects. The 95% lower and
upper HPD parameters were in an extremely large range, which is
not normally observed for transmission of a single viral variant.
Although lower 95% HPD was within the time of seroconversion
estimated by Fiebig staging for gag sequences in subjects OJ and
PO, and for env sequences in subject QP, the obtained large ranges
of HPD provide little justification for utilizing them as informative
parameters for the analyzed set of sequences. Based on geometric
means of the estimated tMRCA alone, transmission of multiple
viral variants occurred in subjects A, D, OJ, PO, and QP.
Summary of detailed analysis. Due to some inconsistent
results regarding multiplicity of HIV-1C transmission in 5 cases,
we estimated how likely it is that transmission of multiple viral
variants occurred based on the number of methods with conclusive
results for each subject (Fig. 11). The results obtained in detailed
analyses were weighted similarly to the summary table presented
in Figure 7. As shown in Figure 11, all methods with conclusive
results suggested transmission of multiple viral variantsin subjects
OJ and QP. In subjects A and D, five methods suggested
transmission of multiple viruses, while one method (pairwise
distances and recombination analysis for subjects A and D,
respectively) argued for transmission of single virus. In subject PO,
the cumulative results were split with three methods suggesting
transmission of single virus, and three methods suggesting
transmission of multiple viral variants. Therefore, the cumulative
results of detailed analyses suggested that four subjects—A, D, OJ,
and QP—were infected with multiple viral variants, while
multiplicity of HIV-1 transmission in one subject, PO, remained
inconclusive.
HIV-1C RNA load
We tested whether HIV-1 RNA load differs between subjects
infected with single and multiple viral variants. Although subjects
with transmission of multiple viral variants seemed to have higher
HIV-1 RNA load at the time of sampling (median 5.75 log10
copies/ml; IQR 3.58–6.31) than subjects with single transmitted
virus (median 4.89 log10 copies/ml; IQR 2.60–5.58), the difference
did not reach statistical significance (p=0.11; Mann-Whitney
Rank Sum test).
Summary of results
Transmission of a single viral variant was identified in 16 of 25
(64%; 95% CI 45% to 83%) analyzed cases. Transmission of
multiple viral variants was confirmed in 8 of 25 (32%; 95% CI
14% to 50%) cases. For one subject, PO, we were unable to
determine the multiplicity of transmission. Based on self-reports
collected at enrollment, all HIV-1 transmissions in this study
occurred heterosexually. Therefore, based on analysis of samples
collected within 50 days p/s we estimate that the frequency of
heterosexual transmission of a single viral variant in HIV-1
subtype C infection ranges from 64% to 68%, and that
transmission of multiple viral variants ranges from 32% to 36%
of HIV-1C infections.
Discussion
The study demonstrated the utility of viral quasispecies analysis
obtained within 50 days p/s for identifying multiplicity of HIV-1
subtype C infection. The suggested two-step approach was able to
resolve 24 of 25 (96%) cases. The first step of the analysis was fast
and straightforward, and was based on a combination of
phylogenetic reconstruction, distribution of viral distances, and
analysis of Poisson fit. Application of the first-step analysis resulted
in successful assignment of multiplicity of HIV-1C infection in 20
of 25 (80%) cases as two extremes representing clear separation of
single viral variant transmission from transmission of multiple viral
variants. However ‘‘undetermined’’ results were produced in 5
(20%) cases due to inconsistency among the applied methods. The
second step of the analysis attempted to resolve cases with
‘‘undetermined’’ initial results based on more detailed analysis that
included intra-patient distribution of viral genetic distances, shape
Figure 8. Distribution of cumulative score of initial assessment
for multiplicity of HIV-1C transmission. y-axis denotes count of
subjects per bin. x-axis denotes cumulative score. Single and double
letters above the bins correspond to patient IDs. The cumulative score
represents a sum per patient from data presented in the Summary
Table in Figure 7. Three categories of HIV-1 transmission multiplicity
include transmission of ‘‘single,’’ ‘‘undetermined,’’ and ‘‘multiple’’ viral
variants.
doi:10.1371/journal.pone.0016714.g008
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PLoS ONE | www.plosone.org 12 February 2011 | Volume 6 | Issue 2 | e16714Figure 9. Distribution of individual HIV-1 subtype C gag and env distances for 5 ‘‘undetermined’’ cases. Patient IDs are shown on the
left and on the right. All gag distances are shown on the left with light blue background. All env distances are shown on the right with light yellow
background. Each gene/patient block includes 6 histograms with ML-corrected pairwise distances, K2P-corrected pairwise distances, Hamming
distances, ML-corrected distances to MRCA, K2P-corrected distances to consensus sequence, and Hamming distances to consensus sequence. y-axis
denotes count. x-axis denotes distances. Pairwise distances are shown in orange, and distances to MRCA and consensus sequences are shown in gray.
doi:10.1371/journal.pone.0016714.g009
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PLoS ONE | www.plosone.org 13 February 2011 | Volume 6 | Issue 2 | e16714Figure 10. Highlighter plots and results of recombination analysis for 5 ‘‘undetermined’’ cases. Patient IDs are shown on the left and on
the right. All gag data are shown on the left with light blue background. All env data are shown on the right with light yellow background.
Highlighter plots were generated by the sequence visualization tool Highlighter. The recombination analysis was performed by RDP3. The order of
analyzed sequences in the Highlighter plot corresponds to the order of sequences presented in the output from RDP3. The recombination events
were identified in gag sequences 04 and 11 in subject QP, in env sequences 006_05 and 022_05 in subject A, sequence 10 in subject OJ, and in
sequence 05 in subject QP.
doi:10.1371/journal.pone.0016714.g010
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tion of tMRCA. Four of 5 initially ‘‘undetermined’’ cases were
resolved in the second-step analysis.
The study highlights the complexity of early post-seroconver-
sion evolution in HIV-1 subtype C infection among subjects. The
study suggests that multiplicity of HIV transmission in the
majority of HIV infections can be resolved by a combination of
relatively simple analytical methods. However, a smaller fraction
of about 20% of cases might require more sophisticated analyses.
There was an evident discrepancy between some of the analyses
in estimating multiplicity of HIV infection. The underlying
possible reasons might include, but are not limited to, different
sensitivity of evolutionary models used for distance correction,
uncertainty in reconstruction of MRCA, and accelerated viral
evolution within key epitopes in response to immune pressure
from the host that can affect reconstruction of MRCA and
subsequent estimation of tMRCA. These results indicate the
imprecise nature of current methods and warrant further studies
to better understand why different conclusions may be reached
via different analyses. The observed complementary nature of
applied multiple methods in identifying multiplicity of HIV
transmission suggests the necessity of further development of
alternative methodologies and bioinformatic techniques to
improve the reliability of diagnostic and monitoring of the
number of transmitted viral variants on a population level in the
HIV/AIDS epidemic.
A combined use of viral quasispecies representing different
genes (i.e., env and gag) was important for analysis of multiplicity of
HIV transmission. Thus, a congruence between HIV-1C env
gp120 V1-C5 and gag quasispecies supported the conclusion
regarding multiplicity of HIV transmission. In contrast, discrep-
ancy between viral genes might indicate the presence of early
selection (immune) pressure within one but not another viral gene,
and would argue for transmission of a single viral variant, as in the
cases of subjects A and D. The gp120 V1-C5 sequences generally
showed better segregation between transmission of single and
multiple viral variants than HIV-1C gag quasispecies, apparently
due to a higher viral diversity within env as compared with gag. For
viral quasispecies obtained within 50 days p/s, the distribution of
maximum pairwise ML-corrected distances was useful for
separation of HIV-1C infections with transmission of single and
multiple viral variants.
Knowledge of the multiplicity of HIV-1 transmission is a critical
component of successful public health management of the HIV/
AIDS epidemic, and advancement of HIV-1 transmission
prevention. The multiplicity of HIV-1 transmission is strongly
associated with the mode of viral transmission. Other factors, such
as risk behavior, plasma HIV-1 RNA levels, and co-infections, can
also affect both multiplicity of viral transmission and disease
progression. Studies on estimating and monitoring of multiplicity
of HIV-1 transmission are likely to reveal complex dynamics in the
HIV/AIDS epidemic. Better understanding of underlying causes
Table 3. Recombination analysis, p-values (absence of p-value indicates no recombination event identified by the specified
method)
Methods of recombination analysis, p-values
Subject
(sequence)
HIV-1
gene RDP GENECONV BootScan MaxChi Chimaera SiScan PhylPro LARD 3Seq
A(006_05) env - - - 0.013 - 3.3610
23 - 7.1x10
27 0.03
A(022_05) env -- - - - 4 . 2 610
24 - 1.4x10
26 -
OJ (10) env -- - - - 1 . 4 610
23 - 4.1x10
28 0.041
QP (04) gag - - - - - - - 6.8x10
24 0.042
QP (11) gag - - - - - - - 6.8x10
24 0.042
QP (05) env - - 0.038 3.5x10
-3 -1 . 7 610
28 - 0.02 6.8x10
23
doi:10.1371/journal.pone.0016714.t003
Table 4. Estimated tMRCA, days.
Estimated tMRCA
gag env
Subject
Estimated time p/s
1
by Fiebig stage
geo mean (95% lower
and upper HPD
2)
1 ESS
3
geo mean (95% lower
and upper HPD
2)
1 ESS
3
A 6 193 (27; 753) 1,862 132 (20; 856) 533
D 6 194 (55; 528) 587 99 (21; 334) 1,095
OJ 44 174 (23; 1,039) 676 211 (50; 702) 1,248
PO 6 41 (2; 178) 1,253 208 (77; 458) 1,016
QP 48 351 (63; 1,520) 369 261 (44; 1,566) 519
1Days post-seroconversion.
2HPD is the highest posterior density interval, which represents the most compact interval on the selected parameter that contains 95% of the posterior probability. It is
a Bayesian analog to a confidence interval.
3ESS: Effective Sample Size – should be higher than 100, and characterizes the posterior distribution.
doi:10.1371/journal.pone.0016714.t004
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public health strategies aimed at controlling and containing the
spread of HIV. The extent of transmission of multiple viral
variants in local epidemics should be taken into account in the
design and testing of HIV vaccine candidates.
In summary, the study suggests a two-step strategy for
identification of multiplicity of HIV infection based on sequences
of viral quasispecies obtained within 50 days p/s. This approach
enables the resolution of transmission of single or multiple viral
variants in nearly all analyzed samples.
Acknowledgments
We are grateful to all participants in the Tshedimoso study in Botswana. We
thank Lendsey Melton for excellent editorial assistance.
Author Contributions
Conceived and designed the experiments: VN ME. Performed the
experiments: LM JB RR. Analyzed the data: VN RW. Wrote the paper:
VN RW ME. Provided laboratory and data management support: SM
EvW.
References
1. Lee HY, Giorgi EE, Keele BF, Gaschen B, Athreya GS, et al. (2009) Modeling
sequence evolution in acute HIV-1 infection. J Theor Biol 261: 341–
360.
2. Keele BF, Giorgi EE, Salazar-Gonzalez JF, Decker JM, Pham KT, et al. (2008)
Identification and characterization of transmitted and early founder virus
envelopes in primary HIV-1 infection. Proc Natl Acad Sci U S A 105:
7552–7557.
3. Derdeyn CA, Decker JM, Bibollet-Ruche F, Mokili JL, Muldoon M, et al. (2004)
Envelope-constrained neutralization-sensitive HIV-1 after heterosexual trans-
mission. Science 303: 2019–2022.
4. Bar KJ, Li H, Chamberland A, Tremblay C, Routy JP, et al. (2010) Wide
variation in the multiplicity of HIV-1 infection among injection drug users.
J Virol 84: 6241–6247.
5. Li H, Bar KJ, Wang S, Decker JM, Chen Y, et al. (2010) High Multiplicity
Infection by HIV-1 in Men Who Have Sex with Men. PLoS Pathog 6:
e1000890.
6. Haaland RE, Hawkins PA, Salazar-Gonzalez J, Johnson A, Tichacek A, et al.
(2009) Inflammatory genital infections mitigate a severe genetic bottleneck in
heterosexual transmission of subtype A and C HIV-1. PLoS Pathog 5:
e1000274.
7. Abrahams MR, Anderson JA, Giorgi EE, Seoighe C, Mlisana K, et al. (2009)
Quantitating the multiplicity of infection with human immunodeficiency virus
type 1 subtype C reveals a non-poisson distribution of transmitted variants.
J Virol 83: 3556–3567.
8. Greenier JL, Miller CJ, Lu D, Dailey PJ, Lu FX, et al. (2001) Route of simian
immunodeficiency virus inoculation determines the complexity but not the
identity of viral variant populations that infect rhesus macaques. J Virol 75:
3753–3765.
9. Keele BF, Li H, Learn GH, Hraber P, Giorgi EE, et al. (2009) Low-dose rectal
inoculation of rhesus macaques by SIVsmE660 or SIVmac251 recapitulates
human mucosal infection by HIV-1. J Exp Med 206: 1117–1134.
10. Gottlieb GS, Nickle DC, Jensen MA, Wong KG, Grobler J, et al. (2004) Dual
HIV-1 infection associated with rapid disease progression. Lancet 363: 619–
622.
11. Grobler J, Gray CM, Rademeyer C, Seoighe C, Ramjee G, et al. (2004)
Incidence of HIV-1 dual infection and its association with increased viral load set
point in a cohort of HIV-1 subtype C-infected female sex workers. J Infect Dis
190: 1355–1359.
12. Sagar M, Lavreys L, Baeten JM, Richardson BA, Mandaliya K, et al. (2003)
Infection with multiple human immunodeficiency virus type 1 variants is
associated with faster disease progression. J Virol 77: 12921–12926.
13. Novitsky V, Lagakos S, Herzig M, Bonney C, Kebaabetswe L, et al. (2009)
Evolution of proviral gp120 over the first year of HIV-1 subtype C infection.
Virology 383: 47–59.
14. Novitsky V, Wang R, Kebaabetswe L, Greenwald J, Rossenkhan R, et al. (2009)
Better control of early viral replication is associated with slower rate of elicited
antiviral antibodies in the detuned enzyme immunoassay during primary HIV-
1C infection. J Acquir Immune Defic Syndr 52: 265–272.
15. Novitsky V, Wang R, Margolin L, Baca J, Kebaabetswe L, et al. (2009) Timing
constraints of in vivo gag mutations during primary HIV-1 subtype C infection.
PLoS One 4: e7727.
16. Novitsky V, Wang R, Margolin L, Baca J, Moyo S, et al. (2010) Dynamics and
timing of in vivo mutations at Gag residue 242 during primary HIV-1 subtype C
infection. Virology 403: 37–46.
17. Novitsky V, Woldegabriel E, Kebaabetswe L, Rossenkhan R, Mlotshwa B, et al.
(2009) Viral load and CD4+ T cell dynamics in primary HIV-1 subtype C
infection. J Acquir Immune Defic Syndr 50: 65–76.
18. Novitsky V, Woldegabriel E, Wester C, McDonald E, Rossenkhan R, et al.
(2008) Identification of primary HIV-1C infection in Botswana. AIDS Care 20:
806–811.
19. Fiebig EW, Wright DJ, Rawal BD, Garrett PE, Schumacher RT, et al. (2003)
Dynamics of HIV viremia and antibody seroconversion in plasma donors: implications
for diagnosis and staging of primary HIV infection. AIDS 17: 1871–1879.
20. Rose PP, Korber BT (2000) Detecting hypermutations in viral sequences with an
emphasis on G –. A hypermutation. Bioinformatics 16: 400–401.
21. Drummond AJ, Ashton B, Cheung M, Heled J, Kearse M, et al. (2010) Geneious
v.5; http://www.geneious.com/.
22. Rambaut A (2008) FigTree; http://tree.bio.ed.ac.uk/software/figtree/. 1.1.2 ed.
Figure 11. Summary table of second-step analysis for transmission of multiple HIV-1 variants in five subjects. The table includes the
following sections: study subjects with corresponding Fiebig stage and time of sampling in days p/s; cumulative results of distribution of pairwise
distances based on six analyses per gene (ML-corrected distances, K2P-corrected distances, Hamming distances, ML-corrected distances to MRCA,
K2P-corrected distances to consensus sequence, and Hamming distances to consensus sequence); analysis of highlighter plots; cumulative results of
recombination analysis; tMRCA; number of methods suggesting transmission of single and multiple viral variants; and conclusion regarding
multiplicity of HIV-1 transmission. Numeric coding: 0 – transmission of single viral variant; 1 – undetermined; 2 – transmission of multiple viral
variants. Numeric coding of ‘‘1’’ and ‘‘2’’ are further enhanced by blue and light red colors.
doi:10.1371/journal.pone.0016714.g011
Multiplicity of HIV-1C Transmission
PLoS ONE | www.plosone.org 16 February 2011 | Volume 6 | Issue 2 | e1671423. Deng W, Maust BS, Nickle DC, Learn GH, Liu Y, et al. (2010) DIVEIN: a web
server to analyze phylogenies, sequence divergence, diversity, and informative
sites. Biotechniques 48: 405–408.
24. Tamura K, Dudley J, Nei M, Kumar S (2007) MEGA4: Molecular Evolutionary
Genetics Analysis (MEGA) software version 4.0. Mol Biol Evol 24: 1596–1599.
25. Pupko T, Pe’er I, Shamir R, Graur D (2000) A fast algorithm for joint
reconstruction of ancestral amino acid sequences. Mol Biol Evol 17: 890–896.
26. Hall TA (1999) BioEdit: a user-friendly biological sequence alignment editor and
analysis program for Windows 95/98/NT. Nucl Acids Symp Ser 41: 95–98.
27. Giorgi EE, Funkhouser B, Athreya G, Perelson AS, Korber BT, et al. (2010)
Estimating time since infection in early homogeneous HIV-1 samples using a
poisson model. BMC Bioinformatics 11: 532.
28. Martin DP, Lemey P, Lott M, Moulton V, Posada D, et al. (2010) RDP3: a
flexible and fast computer program for analysing recombination. Bioinformatics
26: 2462–2463.
29. Boni MF, Posada D, Feldman MW (2007) An exact nonparametric method for
inferring mosaic structure in sequence triplets. Genetics 176: 1035–1047.
30. Gibbs MJ, Armstrong JS, Gibbs AJ (2000) Sister-scanning: a Monte Carlo procedure
for assessing signals in recombinant sequences. Bioinformatics 16: 573–582.
31. Lemey P, Lott M, Martin DP, Moulton V (2009) Identifying recombinants in
human and primate immunodeficiency virus sequence alignments using quartet
scanning. BMC Bioinformatics 10: 126.
32. Padidam M, Sawyer S, Fauquet CM (1999) Possible emergence of new
geminiviruses by frequent recombination. Virology 265: 218–225.
33. Posada D, Crandall KA (2001) Evaluation of methods for detecting
recombination from DNA sequences: computer simulations. Proc Natl Acad
Sci U S A 98: 13757–13762.
34. Weiller GF (1998) Phylogenetic profiles: a graphical method for detecting
genetic recombinations in homologous sequences. Mol Biol Evol 15: 326–335.
35. Drummond AJ, Rambaut A (2007) BEAST: Bayesian evolutionary analysis by
sampling trees. BMC Evol Biol 7: 214.
36. Posada D (2008) jModelTest: phylogenetic model averaging. Mol Biol Evol 25:
1253–1256.
37. Ritola K, Pilcher CD, Fiscus SA, Hoffman NG, Nelson JAE, et al. (2004)
Multiple V1/V2 env variants are frequently present during primary infection
with human immunodeficiency virus type 1. J Virol 78: 11208–11218.
38. Sagar M, Kirkegaard E, Long EM, Celum C, Buchbinder S, et al. (2004)
Human immunodeficiency virus type 1 (HIV-1) diversity at time of infection is
not restricted to certain risk groups or specific HIV-1 subtypes. J Virol 78:
7279–7283.
39. Vernazza PL, Eron JJ, Fiscus SA, Cohen MS (1999) Sexual transmission of HIV:
infectiousness and prevention. AIDS 13: 155–166.
40. Drummond AJ, Ho SY, Phillips MJ, Rambaut A (2006) Relaxed phylogenetics
and dating with confidence. PLoS Biol 4: e88.
Multiplicity of HIV-1C Transmission
PLoS ONE | www.plosone.org 17 February 2011 | Volume 6 | Issue 2 | e16714